Here, we report the draft genome sequence of the bacteriocin-producing Enterococcus faecium strain HY07, isolated from traditional Chinese fermented sausages. The genome comprises 2,585,631 bp with 2,624 coding sequences, as assigned by NCBI, which may provide fundamental molecular information on elucidating the adaption mechanism of Enterococcus faecium to the meat environment.
predicted in E. faecium HY07, including 2,624 protein-coding genes, 67 tRNA-coding genes, and 18 rRNA-coding genes.
Several coding DNA sequences (CDSs) for the production of bacteriocins, namely, enterocin P (GenBank accession number AYA33186), which contains the consensus class IIa bacteriocin motif YGNGV in the N-terminal region, were found (11) . The genes encoding bacteriocins (GenBank accession numbers AYA33274, AYA35563, and AYA35573) were found in the genome of E. faecium HY07.
A search for virulence factors associated with invasiveness and disease severity was conducted (12) . The genes involved in the resistance to antimicrobials, such as copper, penicillin, tetronasin, and vancomycin, were found in the genome of E. faecium HY07.
These data provide insights into the genetic basis of bacteriocin-producing E. faecium HY07 in relation to the meat environment.
Data availability. The complete genome sequence project has been deposited in GenBank under the accession numbers CP032307 (plasmid), CP032308 (chromosome), and CP032309 (plasmid). The versions described in this paper are the first versions, CP032307.1, CP032308.1, and CP032309.1. Raw sequencing reads are available in NCBI BioProject under the accession number PRJNA416245.
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